FIJI is situated approximately 3,000 km east of Australia in the south-west Pacific Ocean, between 16 -20 o S and 175 -177 o E. It comprises three archipelagoes that include several large, mountainous islands, over 300 smaller islands, and numerous sand or coral islets. Fiji lies towards the eastern limit of bat distribution in the Pacific region. Island groups to the west such as Vanuatu, New Caledonia and the Solomon Islands have relatively diverse bat faunas while those to the east have at most two or three species (Andersen 1912; Phillips 1968; Medway and Marshall 1975; Hill and Beckon 1978; Flannery 1995) .
Six bat species including four megachiropteran and two microchiropteran species are currently known from Fiji. One species, the Fijian monkey-faced bat Pteralopex acrodonta and one subspecies, the Samoan flying fox Pteropus samoensis nawaiensis, are endemic (Gray 1870; Wodzicki and Felten 1975; Hill and Beckon 1978) . The four remaining species are either widespread in the Pacific region or occur on neighbouring Vanuatu and New Caledonia (Dobson 1878; Andersen 1912; Tate and Archibold 1939; Medway and Marshall 1975; Wodzicki and Felten 1980; Hill 1983; Mickelburgh et al. 1992) .
Zoogeography
The insular flying-fox Pteropus tonganus (Quoy and Gaimard 1830) is the most widespread of the four megachiropteran species occurring in Fiji. Its distribution extends sporadically from Karkar Island off the north-east coast of New Guinea to the Cook Islands. Three subspecies are currently recognised: the isolated P. t. basilicus from Karkar and Schouten Islands, PNG (Thomas 1915; Mickleburgh et al. 1992) ; a western form, P. t. geddiei, from the Solomon Islands, Vanuatu and New Caledonia (MacGillivray 1860); and a widespread eastern form, P. t. tonganus, from Fiji, Tonga, Kiribati, Tuvalu, American Samoa, Western Samoa, Niue and the Cook Islands (Quoy and Gaimard 1830) .
The other megachiropterans found in Fiji have more restricted distributions. P. samoensis (Peale 1848) occurs only in Samoa and Fiji, with a distinct subspecies in each island group (Gray 1870; Wodzicki and Felten 1975; Banack 2001) . The long-tailed flyingfox Notopteris macdonaldi (Gray 1859) occurs in Fiji, Vanuatu and New Caledonia with two subspecies; N. m. macdonaldi (Fiji and Vanuatu) and N. m. neocaledonica (New Caledonia) (Trouessart 1908; Andersen 1912; Hill 1983) . Flannery (1995) regards the latter as a distinct species.
Pteralopex acrodonta has the most restricted distribution of any Fijian bat. Until 1995 it was known from only two specimens collected between 1976-1977 from a single locality on Taveuni Island (Hill and Beckon 1978) . The genus Pteralopex is represented elsewhere by four species, all from the Solomon Islands (Andersen 1909; Sanborn 1931; Phillips 1968; Flannery 1991 Flannery , 1995 Parnaby 2002) .
Both microchiropterans found in Fiji are widespread in the south-west Pacific region. The northern mastiff bat Chaerephon jobensis (Miller 1902) occurs intermittently from Seram in the central Moluccas, Indonesia, eastward through mainland New Guinea, Solomon Islands, Vanuatu and Fiji. It also occupies a large part of tropical northern Australia. Four distinct subspecies were recognised until recently; C. j. jobensis from Papua New Guinea, C. j. colonicus from northern Australia, C. j. solomonis from the Solomon Islands and C. j. bregullae from Vanuatu and Fiji (Thomas 1906; Troughton 1931; Hill 1961; Felten 1964a) . Chaerephon from Fiji and Vanuatu and those from the Solomon Islands were considered to be distinct species by Flannery (1995 
Evolutionary relationships
Few recent studies have examined the evolutionary relationships of Fijian bats and the major works on the systematics of pteropodids from the Australo-Pacific region are those of Andersen (1912) and Phillips (1968) and more recently Colgan and Flannery (1995) .
The two Pteropus species found in Fiji have been placed in different subgroups of the genus. P. samoensis has been placed with Pteropus species characterised by reduced rostra and moderate to large sized cheek teeth (Appendix 1) and is thought to be closely related to P. anetianus from Vanuatu (Andersen 1912; Wodzicki and Felten 1975) . P. tonganus resembles P. conspicillatus from Australia and New Guinea in external morphology, although Andersen (1912) considered the two to be only distantly related within the genus. P. tonganus is classed in the mariannus subgroup of Pteropus characterised by unreduced rostra and moderately sized cheek teeth (Appendix 1). P. admiralitatum (Papua New Guinea) is placed in the hypomelanus group (Anderson 1912).
Generally Pteralopex is considered closely related to Pteropus. The former exhibits a number of distinctive features such as wings that insert at or near the midline of the back, highly cuspidate molar teeth, a well developed sagittal crest, massive upper canines and a short parallel sided rostrum (Thomas 1888; Phillips 1968; Hill and Beckon 1978; Flannery 1991) . Andersen (1912) considered P. pselaphon from the Sulphur islands east of Taiwan, and P. samoensis to be the closest relatives to Pteralopex. DNA-DNA hybridisation studies (Kirsch et al. 1995) and a compilation (Romagnoli and Springer 2000) of mitochondrial DNA sequences (12S rRNA, tRNAvaline and 16S rRNA) suggest an affinity between Pteropus and Pteralopex. Individual DNA sequencing studies do not support the relationship. In Hollar and Springer (1997) , the position of Pteralopex is unresolved in maximum parsimony trees and the genus is a sister taxon to Macroglossus in maximum likelihood trees. The only molecular study with multiple Pteralopex species is Colgan and da Costa (in press ). There, Pteralopex is paraphyletic and quite basal in the Megachiroptera. Little is known about the biology of most Pteralopex species and all are rare with extremely restricted distributions (Parnaby 2002) .
Notopteris is another distinctive genus found in Fiji. It has a long free tail and is believed to be one of the most plesiomorphic of all megachiropterans (Andersen 1912). Morphologically, it has been considered to be closely related to Melonycteris, a genus found only in the Solomon Islands and New Guinea (Andersen 1912; Phillips 1968) . Its phylogenetic position varies in molecular studies, being found as a sister taxon to a Melonycteris species only in Colgan and Flannery (1995) . It aligns with the enigmatic Eidolon in Hollar and Springer's (1997) maximum parsimony and maximum likelihood trees and the generic level data compilation of Colgan and da Costa (in press ). In DNA-DNA hybridisation studies, it is sister taxon to a group comprising Melonycteris, Pteralopex, Pteropus and Acerodon (Kirsch et al. 1995) . 
MATERIALS AND METHODS
Allozyme electrophoresis of liver homogenates was conducted on Titan 111 cellulose acetate gels (Helena Laboratories) using standard techniques (Richardson et al. 1986 ). Gels were run for one hour with a constant potential drop of 200 V between electrodes and stained using the techniques of Harris and Hopkinson (1976) or Richardson et al. (1986) . Approximately 2 ml of molten 2.5% agar was mixed with the stain before it was applied to the gel. Twenty-four enzymes encoding between 24 and 29 presumptive loci were screened The proteins stained, their E.C. numbers and the buffers used are given in Appendix 2. Liver samples were ground in an equal volume of homogenising buffer (100 mM Tris HCl, pH 7.0, containing 1 mM Na 2 EDTA, 0.5 mM NADP and β-mercaptoethanol (50 µL per 100 mL)) using hand-held glass homogenisers. Samples were centrifuged for 5 min at 13,000 rpm in a MSE microcentrifuge. The supernatant was divided into three aliquots, which were frozen at -80 o C until required.
Multiple loci encoding the same enzyme were designated numerically in order of decreasing electrophoretic mobility. Allozymes were named alphabetically in order of decreasing electrophoretic mobility (i.e., the fastest migrating allele was labelled A, the next B and so on). The mobility of variants within a species was compared by running them sideby-side on a gel. This procedure was followed for the generic level survey of Pteropus and Pteralopex, but rare variants found in the species surveys were not included in the latter comparison. Results were analysed using BIOSYS-1 (Swofford and Selander 1981) and GDA (Lewis and Zaykin 2001). Unbiased genetic distances (Nei 1978) were calculated where possible (i.e., all cases except where a locus was heterozygous in a sample comprising a single individual). The Nei (1972) standard genetic distance was used for the two exceptional loci, Ak-2 in Pt. pulchra and Aat-1 in Pt. taki (Table 5) . GDA was used to calculate neighbour-joining (NJ) trees for export and display using TREEVIEW (Page 1997). GENEPOP v3.1d (Raymond and Rousset 1995) was used for exact tests of population differentiation using the default parameter values.
RESULTS

Chaerephon jobensis
Tissue samples were available from C. j. bregullae (Fiji and Vanuatu), C. j. colonicus (Australia) and C j. solomonis (Solomon Islands). The following 18 loci were monomorphic across all populations examined; Ak-1, Fh, Fdp, Gapdh, Gpi, Gpt, Pgdh, Tpi, and Sod-2. Allele frequencies for the eight polymorphic loci are shown in Table 1 and a NJ tree, generated using Nei's unbiased genetic distance (Nei 1978) , is shown in Fig. 5 .
The electrophoretic data indicate that C. jobensis from Fiji and Vanuatu are closely related and that they differ substantially from the Australian form. The Vanuatu and Fiji populations share alleles at all 26 loci screened. However, there were significant differences in allele frequency at two loci (G6pd and Adh) indicating minor levels of divergence between the two populations (P = 0.0003 and P = 0.01893, exact tests of population differentiation). The samples from Vanuatu and Fiji did not share alleles with the Australian specimens at 19% and 23% of loci respectively i.e., five fixed differences (Est-1, Est-2, Ldh-2, Mpi and Pgm) for the former and six (Est-1, Est-2, G6pdh, Ldh-2, Mpi, and Pgm) in the latter. The Solomon Islands population clustered with the Fiji/Vanuatu samples ( Fig. 5 ) although they have no shared alleles at 8% of loci (two fixed differences, Mpi and Est-1). It differs from the Australian population at 15% of loci (four fixed differences, Est-2, Ldh-2, G6pd and Pgm). 
Locus
Notopteris macdonaldii
Tissue samples were available for N. m. macdonaldii from Fiji and Vanuatu. The following 23 loci were monomorphic; Ak-1, Fh, Gapdh, Gp, G6pdh, Gpi, Gpt, Mpi, Pgdh, Pk, Pnp, Sordh, Tpi, . Allele frequencies for the four polymorphic loci and genetic distances between the two populations are shown in Tables 2 and 3 .
Electrophoretic data support the current classification of these two populations in the same subspecies. The two groups shared alleles at all but one (Est) of the 27 loci screened. Further evidence of divergence was found at the G3pdh locus that showed highly significant differences in allele frequency (heterogeneity χ 2 = 43, df = 1, p < 0.0001; exact test p < 0.0001). The G3pdh-A allele appears to be fixed in the Vanuatu samples but was found in only one of the 18 individuals screened from Fiji as a heterozygote. The Vanuatu samples (from two different islands in the Banks Island group) were monomorphic for all loci examined. The Fijian samples were polymorphic for three loci, with no heterogeneity evident between the two populations sampled. 
Locus
Pteropus tonganus and P. conspicillatus
The following populations were examined: P. t. tonganus (Fiji), P. t. geddiei (Vanuatu and Solomon Islands) and P. conspicillatus (Australia and PNG). Twenty two loci were monomorphic across all populations examined; Adh, Fh, Gapdh, Gpi, Gpt, Mpi, Pgdh, Pk, Pnp, Sordh, Tpi, . Allele frequencies for the six polymorphic loci are shown in Table 4 and genetic distances calculated from the 29 loci are given in Table 3 .
There was little evidence of genetic divergence between the two subspecies of P. tonganus examined. Both P. t. tonganus and P. t. geddiei shared alleles at all 29 loci screened. Moreover, there were no significant differences in allele frequencies at variable loci; Est (P = 0.581), G3pdh (P = 0.488) and Idh (P = 0.166), exact tests. There were however, significant differences in allele frequencies between island populations of P. t. geddiei at two loci. The Efate samples had a higher frequency of the Est-B allele than other islands, (P = 0.0003, exact test). The Santo samples had the G6pdh-A allele, which was not detected in other samples but this was not statistically significant (P = 0.806, exact test). This suggests that gene flow between these and other islands may be limited, however, as sample sizes were very small more individuals would be required to test this hypothesis. P. tonganus and P. conspicillatus proved to be very similar electrophoretically, differing at only 3% of loci screened (i.e., one fixed difference, Est). No electrophoretic variation was detected within P. conspicillatus from Australia or the four localities sampled in PNG. P. conspicillatus was the only Pteropus species examined which was monomorphic across all loci examined. The percentage of polymorphic loci in other Pteropus species where the sample size exceeded 3 individuals, varied between 11.5% for P. anetianus and 21% for P. tonganus.
Pteropus samoensis
The following Pteropus species from the south-west Pacific region were examined in order to assess their genetic relationship with P. samoensis; P. anetianus (Vanuatu), P. vetulus (New Caledonia), P. nitendiensis (Santa Cruz Is, Solomon Islands), P. rayneri (Solomon Islands), P. admiralitatum (PNG), P. mahaganus (Solomon Islands) and P. tonganus. The Pteralopex specimens were also included in the analysis as outgroups.
Eleven of the 29 loci screened were monomorphic across all species examined (Fh, Gapdh, Tpi, . Allele frequencies for the remaining 18 loci are included in Table 5 . Genetic distances between various populations of Pteropus species are given in Table 3 and a NJ tree generated using Nei's (1978) unbiased genetic distance is shown in Fig 6. In the neighbour joining phenogram P. samoensis is clustered with P. nitendiensis and P. rayneri. P. anetianus appeared as a sister taxon to this cluster and P. tonganus and P. admiralitatum formed a separate cluster. P. vetulus was the sister taxon to these two groups. P. mahaganus was genetically distant to all other Pteropus examined here. P. samoensis differs from P. nitendiensis at only 4% of loci (one fixed difference, Est) but differs from P. admiralitatum, P. rayneri and P. anetianus at 12% of loci (three fixed differences, Est, Aat-1 and 6Pgdh for the former two species and Adh, G3pdh and Est for the Table 5 . Other alleles could not be identified in this way.
latter). There were no notable differences in allele frequency among samples of P. samoensis from the three islands sampled within Fiji so the data were pooled (Table 6 ). The variation among the four subspecies of P. anetianus at three loci (Ak-2, Pnp and Pgm) (Table 6 ) was also not significant. P. anetianus aorensis (Santo) had an Ak-2 C allele not detected in other samples (P = 0.0693). The frequency differences at Pnp were also not significant (P = 0.0678). The Pgm B variant was found only on Banks Island (P = 0.3083).
The results for Pnp may be unreliable, as this locus was difficult to score. Genetic distances between the different subspecies of P. anetianus examined here were quite small, ranging from 0.005 to 0.018 (Table 3) with P. a. bakeri (Efate) being the most divergent.
Other Pteropus
The electrophoretic data also indicate that P. mahaganus forms a separate subgroup within Pteropus based on its possession of unique alleles at 6 loci (Adh, Est, Aat-2, Pgm, Sod-1 and Sod-2). 1.00 C 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 1.00 G3pdh A 1.00 1.00 1.00 1.00 B 1.00 1.00 C 1.00 1.00 1.00 1.00 1.00
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Fig. 6. Neighbour joining tree of phenetic relationships of
Pteropus samples listed in Table 5 based on Nei's unbiased genetic distance (Nei 1978).
Pt. acrodonta from Fiji. Of the 24 loci screened across all Pteralopex and Pteropus spp., 6 were monomorphic (Fh, Gapdh, Idh-2, Mdh-1, Mdh-2 and Tpi). Allele frequencies for the 18 polymorphic loci and the NJ tree generated using Nei's (1978) unbiased genetic distance, are shown in Table 5 
DISCUSSION
Biochemical examination revealed one highly divergent taxon among the Fijian bat fauna. Fiji's only endemic bat species, Pt. acrodonta has a large genetic distance to its congeners in the Solomon Islands. This species is known from only a few specimens captured in high altitude forest on Taveuni Island (Flannery 1995) . Like all members of the genus it is classed as 'Critically Endangered' and declining (Hilton-Taylor 2000).
Levels of divergence found within Chaerephon suggest that the populations examined here represent more than one species. In contrast, Fijian populations of P. tonganus and N. macdonaldii are almost indistinguishable genetically from their conspecifics on neighbouring island groups. Some comparable data for assessing the significance of these results are available. Peterson and Heaney (1993) examined the genetic differentiation of populations of Megachiroptera (Cynopterus brachyotis and Haplonycteris fischeri) in the Philippines. They found that the Nei unbiased distances between the six studied islands ranged from 0.00 to 0.034 for the widespread C. brachyotis and between 0 and 0.176 for the narrowly ranging H. fischeri. The order of magnitude differences in inferred gene flow are most likely caused by intrinsic natural history differences (Peterson and Heaney, 1993) . Schmitt et al. (1995) examined inter-and intra-specific differentiation in Indonesian Cynopterus species. Nei unbiased distances within multiple insular populations of C. nusatenngara range up to 0.04. These values are lower than many of the intra-specific distances found here, particularly within Chaerephon and Notopteris. The geographic isolation between islands in the Indonesian and Philippine archipelagoes is, however, much lower than the distances in Polynesia, particularly when low sea-level periods of the Pleistocene are considered. At glacial maxima, the greatest width of the sea barriers to dispersal between any of the islands treated by Peterson and Heaney (1993) and Schmitt et al. (1995) was approximately 80 km.
The electrophoretic results demonstrate a generally close affinity between Fijian bats and those from Vanuatu, and a more distant relationship with those from the Solomon Islands, New Guinea and Australia as would be expected from geographic relationships. The evolutionary relationships of each of the five Fijian bat species examined are discussed below.
Chaerephon
The allozyme data support the notion that Chaerephon from Fiji, Vanuatu, Solomon Islands and Australia include more than one species. The Fiji and Vanuatu samples shared alleles at all loci screened, and they clearly belong to the same subspecies. The levels of divergence between the Solomon Islands and Fiji/Vanuatu populations (i.e., 8% of loci over 1,300 and 2,600 km respectively) are not per se sufficient to suggest they represent distinct species. Nevertheless, several other instances of 'good' species differing by less than 10% of allozyme loci are evident in this study (e.g., P. tonganus and P. conspicillatus; P. samoensis and P. anetianus; Pt. taki and Pt. pulchra) suggesting the two populations may not be conspecific. A thorough morphological reappraisal may clarify the status of the Solomon Islands form.
The extent of divergence between the Fiji/Vanuatu and Australian populations (i.e., fixed differences at 23% and 19% of loci respectively) clearly indicates they belong to separate species as supposed by Flannery (1995) . The level of divergence observed between the Solomon Islands and Australian samples (i.e., fixed differences at 15% of loci across approximately 1,700 km) also supports the placement of Australian Chaerephon in a separate species to other sampled populations. These levels are comparable to those found between allopatric species of Australian Mormopterus. The latter differ at between 10% and 22% of loci (Adams et al. 1988) . Compared with the divergence found between Pacific island populations of C. jobensis, Australian Chaerephon are uniform. No fixed differences were found between Chaerephon populations sampled across 3,000 km of northern Australia (Adams et al. 1988) . The species identified using electrophoresis can be distinguished morphologically. Australian Chaerephon are much larger and have less developed sagittal crests than those from Solomon Islands. The Fiji/Vanuatu Chaerephon are similar in size to Australian bats but have a narrower skull (Felten 1964a; Hill 1983) . Size is also variable between Solomon Islands and Fiji/Vanuatu Chaerephon, the latter tending to be larger.
Without material from the nominate form of C. jobensis, names cannot be assigned to the taxa identified here. However, we consider that C. j. colonicus deserves full species status as originally stated by Thomas (1906) . Whether solomonis and bregullae are still part of C. jobensis, whether solomonis should be considered a full species (as originally described by Troughton 1931) with one subspecies, (bregullae) or whether the two are distinct 
Notopteris
Electrophoretic data identified a moderate to high level differentiation between Notopteris macdonaldii from Fiji and Vanuatu. The level of differentiation found between the two (i.e., one fixed difference, and one highly significant difference in allele frequency) suggests that restrictions to gene flow may have existed for some time or that the rate of molecular evolution has been moderately rapid. 
Pteropus tonganus
Pteropus t. tonganus and P. t. geddiei are distinguished externally by the clearly larger size of geddiei (Andersen 1912; Felten 1964b) . There is little corresponding evidence of genetic divergence between the two subspecies as they share alleles at all loci screened. These data are consistent with the view that P. tonganus is a highly mobile species. This is probably due to the species' own flying ability but the possibility of conscious or unconscious human-assistance should be considered. Low genetic variation in insular populations of the lizard, Lipinia noctua, in contrast to the higher variability on PNG and close islands has been argued to infer human-assisted dispersal (Austin 1999). A single specimen of P. tonganus has been found in pre-human deposits on 'Eua Island in Tonga (Koopman and Steadman 1995) suggesting that the species was present on the island before settlement, although this does not prove genetic continuity between the pre-human and modern populations. The relative proportion of remnant bones from this species and N. macdonaldi compared to the Microchiroptera (Koopman and Steadman 1995) is increased in postsettlement deposits.
The close relationship between P. tonganus and P. conspicillatus identified using electrophoresis has not been noted previously. Andersen (1912) grouped P. conspicillatus with P. ocularis from Indonesia, and considered this pair's closest affinities to be with the Pteropus alecto group. However, he noted that P. conspicillatus was similar in colour to members of the P. mariannus group, in particular P. tonganus, but stated that "any close relationship between these two sections of the genus is, in view of the difference in dentition, altogether improbable". The electrophoretic variation observed between P. conspicillatus and P. tonganus (i.e., one fixed difference or 3% of loci) is similar to that found between two other Pteropus species examined during this study, P. samoensis and P. nitendiensis. P. conspicillatus is very similar morphologically to P. tonganus geddiei and preliminary revision of dental morphology shows there are only slight differences between the two (T. Flannery pers. comm.). It seems likely from this study that the two are very closely related. The lack of detectable electrophoretic variation between PNG and Australian populations of P. conspicillatus may support the view of Andersen (1912) that P. conspicillatus is a comparatively recent arrival in Australia although it could also indicate recent or continued gene flow between the two.
Pteropus samoensis
Pteropus anetianus and P. samoensis are quite similar morphologically, and Andersen (1912) placed them both in the P. samoensis group (Appendix 1). He placed P. rayneri in its own group, and allied both groups with the P. lombocensis group. The placement of P. samoensis with a group of Pteropus species from the Solomon Islands rather than P. anetianus from Vanuatu is at odds with morphological data (Andersen 1912; Wodzicki and Felten 1975) but is consistent with recent molecular studies (Colgan and da Costa in press) . It is possible, of course, that the close genetic relationship between P. samoensis and P. nitendiensis and P. rayneri is based on retention of ancestral alleles. It is also possible that biochemical change has proceeded at a faster rate in P. anetianus than in P. samoensis. The fact that P. anetianus has diverged into seven morphologically distinct subspecies, some separated by only a few kilometres of ocean (Felten 1964b; Felten and Kock 1972) , suggests that its general ecology (i.e., low mobility, strong social structuring etc.) could have favoured fairly rapid divergence. In contrast, P. samoensis shows little evidence of either morphological or biochemical divergence within Fiji, suggesting there are fewer barriers to gene flow within this population.
Other Pteropus
The present results confirm that the systematics of Pteropus require further revision. This will not be possible without considering species from all parts of the genus' range. However, it is worth comparing our results with those from previous studies.
1) The placement of P. mahaganus in a separate subgroup to other Pteropus species examined here supports the grouping by Sanborn (1931) and Phillips (1968) .
2) Placement of P. vetulus with P. admiralitatum and P. tonganus also largely agrees with Andersen (1912) . However, Andersen placed P. tonganus in a separate but closely allied group to P. vetulus and P. admiralitatum (Appendix 1).
3) The affinities of P. nitendiensis are less clear. Troughton (1930) allied it with P. admiralitatum and Sanborn (1930) placed it in the P. pselaphon group. Our data ally it closely with P. samoensis although we had no samples from the P. pselaphon group to test Sanborn's findings. Andersen (1912) placed P. admiralitatum in the P. hypomelanus group (along with P. vetulus) but stated that it could also belong in the P. mariannus group (along with P. tonganus). Our data also ally the species with P. tonganus.
4)
Pteralopex
Pteralopex acrodonta may be derived from an ancient dispersal event. The level of separation between Pt. acrodonta and its two congeners in the Solomon Islands, Pt. pulchra and Pt. taki (i.e., 38% of loci) is about the level found in two other Pacific megachiropteran genera for which electrophoretic data are available. Nyctimene and Paranyctimene, differ at an average of only 32% of the 34 loci examined (Donnellan et al. 1995) . Other terrestrial vertebrates may also have reached Fiji by ancient dispersal. Sites et al. (1996) find that the iguanid Brachylophus is basal in its family's phylogeny. The genus may have rafted from South America (Cogger 1974; Gibbons 1981) 
